Supplemental Material

for
Core Hunter: an algorithm for sampling genetic resources based on multiple

genetic measures

Table S1 - Expanded results for Table 1

An expanded version of Table 1 is shown below. Values for all measures are shown for each genetic measure
being optimized which is indicated in parenthesis. For instance, Core Hunter (MR) indicates 100% weight
was allocated to the MR (Modified Rogers distance) measure. Values reported are the mean of 20 indepen-
dent runs. Shaded cells indicate the value for Core Hunter was worse than either MSTRAT, D-Method, or

both, according to the legend below. Values shown in bold are the best observed overall.

Strategy MR CE SH

HE

NE

PN CvV

Bulk data set

Core Hunter (MR) 0.572  0.637 PNRTINOG3ONSI0Y 0.091  90.900

Core Hunter (CE) 0569 0.641 |52 0010400008145 OGS MOSTS00]

Core Hunter (SH) 0.481 0578 4.531 0.664 3.376 0027 = 97.300"

Core Hunter (HE) 0.499 0.589 4.520 0.667 3.370 0034 = 96.600"

Core Hunter (NE) 0.478 0.576 4.509 0.660 3.446

Core Hunter (PN/CV)  0.441 0.524 4.401 0.619 2.950 0.000 100.000

Core Hunter (multi) 0.506 0.598 4.513 0.662 3.403 0.015 98.500
Accession data set

Core Hunter (MR) 0.694  0.747 0.640 3.078  0.148 [NS52000

Core Hunter (CE) 0.688 0.752 4.623 0.660 3.248  0.115 | 88.500°

Core Hunter (SH) 0.662 0.738 4.670 0.669 3.349  0.060 | 94.000 |

Core Hunter (HE) 0.662 0.738 4.649 0.676 3.353 0.116

Core Hunter (NE) 0.654 0.730 4.622 0.655 3.501 0.102

Core Hunter (PN/CV)  0.637 0.706 4.517 0.605 2.836 0.000 100.000

Core Hunter (multi) 0.659  0.733  4.613 0.650 3.281 [HOOSENNNONG00N
Population data set

Core Hunter (MR) 0.442 0.534 0.574 0.335 66.500

Core Hunter (CE) 0.433 0.540 0.306 69.400

Core Hunter (SH) 0.374 0501 4.503 0.610 2.916 [OMOTNNS0I900%

Core Hunter (HE) 0.419  0.524 4478 0.619  2.861 0:254° 74600

Core Hunter (NE) 0.394 0.507 4.472  0.604 2.997

Core Hunter (PN/CV) | 0.360  0.467 4.451 [JOB920 2.776 0.177  82.300

Core Hunter (multi) 0.396  0.508 4.482  0.609 2.969 [HOR25NNTA5000

* Worse than MSTRAT [l Worse than D-Method

‘Worse than both



Table S2 - Expanded results for Table 2

An expanded version of Table 2 is shown below. Values for all measures are shown for each genetic measure
being optimized which is indicated in parenthesis. For instance, Core Hunter (MR) indicates 100% weight
was allocated to the MR (Modified Rogers distance) measure. Values reported are the mean of 20 indepen-
dent runs. Shaded cells indicate the value for Core Hunter was worse than Power Core. Values shown in
bold are the best observed overall.

Strategy MR CE SH HE NE PN CvV
Core Hunter (MR) ~ 0.926 0.926 5.158 0.857 s.111 [JONRARNISTG00N
Core Hunter (CE) ~ 0.926 0.926 5158 0.857 8111 |0.124  87.600 |
Core Hunter (SH)  [NOSTANNOBIN 5.259 0.870 9.061 0081 91900
Core Hunter (HE) 5231 0.873 8.958

Core Hunter (NE) - 5.224  0.867 9.431 _
Core Hunter (PN)  [H0:865" " 0:865" 510650 N0BI6MNGI851N 0.000 100.000
Core Hunter (multi) 0.884 0.884 5.157 0.841 7.928 0.000 100.000

* Worse than Power Core [N

Table S3 - 10% Sampling Intensity

The experiments which produced Table S1 were rerun for Core Hunter with a core subset sampling intensity
of 10%. Values which are worse than those found with a 20% sampling intensity have been highlighted.

Strategy MR CE SH HE NE PN cv

Bulk data set
MR) 0.611 0.666 4.404
) 0.603 0.670 4.436
) 0.484 0.589 4.559 3.467
E) 0516 0.610 4.541 3.478
E) 0479 0.583 4.534 0.669 3.593
N) - 0.528 4.419 2.987 0.000 100.000

Accession data set

Core Hunter (
Core Hunter (
Core Hunter (
(
(
(

Core Hunter
Core Hunter
Core Hunter

Core Hunter (MR) 0.709 0.761 4.584 0.653 3.182 [OR228N 772000
Core Hunter (CE)  0.701  0.767 4.649 0.674 3.397 F0:166° 83400
Core Hunter (SH)  0.677 0.752 4.708 0.682 3.467 [0:106 © 89.400"
Core Hunter (HE)  0.663 0.741 4.675 0.693 3.535

Core Hunter (NE) 0.663 0.734 4.629 0.663 3.720 -
Core Hunter (PN) ~ 0.643 0.719 4576 0.619 2.961 0.000 100.000

Population data set

Core Hunter (MR) —0.502  0.585 [EE258NN0SH6RI2MSS N0 128 NS E008
Core Huster (CE) 0502 0.555 [ @58NN0IS460 2488 N0 5128 48,5001
Core Hunter (SH) 037 0532 | 0N OIS04 284410368 632001
Core Hunter (HE) 0375 0532 (44208 S804 SO0 0,468 652001
Core Hunter (NE)  0.390 0.534

Core Hunter (PN)  0.339

* Worse than Core Hunter (20% sampling intensity) [



Table S4 - 30% Sampling Intensity

The experiments which produced Table S1 were rerun for Core Hunter with a core subset sampling intensity
of 30%. Values which are worse than those found with a 20% sampling intensity have been highlighted.

Strategy MR CE SH HE NE PN CV

Bulk data set
Core Hunter (MR) 0.042  95.800
0.037  96.300
0.016  98.400
0.028  97.200
0.016  98.400
0.000  100.000

Core Hunter
Core Hunter
Core Hunter

Accession data set

0.103  89.700
0.087  91.300
0.037  96.300
0.081  91.900
0.074  92.600
0.000  100.000

Core Hunter
Core Hunter
Core Hunter
Core Hunter
Core Hunter
Core Hunter

Population data set

Core Hunter (MR) 4412  0.582 2.745 0.263  73.700
Core Hunter (CE) 4446 0.593 2.829 0.215  78.500
Core Hunter (SH) 4.504 0.614 0.144  85.600
Core Hunter (HE) 4.494  0.619 0.182  81.800
Core Hunter (NE) 4.497  0.608 0.158  84.200
Core Hunter (PN) 4.474  0.598 0.124  87.600

* Worse than Core Hunter (20% sampling intensity) [



